ABSTRACT Analysis of an RNA-seq strand-specific library revealed a complete genome of Hardenbergia mosaic virus (HarMV) from RNA extracted from a native wisteria (Hardenbergia comptoniana) plant from southwest Australia. We compared it with eight other complete HarMV genomes. It most resembled (85.8% nucleotide identity) the genome of HarMV isolate MD4-D.
which belonged to a different HarMV strain. When sequences VPK-1 and MD4-D were truncated to match partial sequence VPK-2, the VPK-2 sequence was only distantly related to VPK-1 (83.1% nt identity) and MD4-D (82.5% nt identity). This study provides yet another example of the accuracy and reliability of high-throughput sequencing using both de novo and reference assembly approaches to separate different strains of the same virus present in the same sample (3, 7, 23, 24). There was no agriculture in southwest Australia until European colonization in 1829 but the region has a very diverse native flora. This diversity is reflected by the wide genetic diversity found within HarMV in this region (1-7). Such diversity is typical of indigenous viruses that have evolved over a very long period in isolation in native vegetation in remote regions (1) (2) (3) (4) (5) 25) . Accession number(s). Sequence VPK-1 has been deposited in GenBank under the accession number MF040762. 
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